Summary -Genetic parameters of 7 traits measured in central test stations -average daily gain (ADG1), feed conversion ratio (FCR) and backfat thickness (ABT) measured on candidates for selection, and average daily gain (ADG2), dressing percentage (DP), estimated carcass lean content (ECLC) and meat quality index (MQI) 0,30; 0,6/,; 0,22; 0,52; 0,39; 0,60; 0,33 en race LW et 0,3l,; 0,56; 0,25; 0,l!6; 0,31; 0,68; 0,23 
INTRODUCTION
Best linear unbiased prediction (BLUP) applied to an individual animal model (IAM; Henderson, 1988) is becoming increasingly used to predict breeding values in most species of farm animals (Carabano and Alenda, 1990 ). In pigs, numerous studies have been conducted to evaluate the advantage of using BLUP instead of standard selection indexes in a variety of situations (Belonsky and Kennedy, 1988; Keele et al, 1988; Sorensen, 1988;  Wray, 1989; Long et al, 1990 ; De Vries et al, 1990; Roehe et al, 1990) . National genetic evaluation programmes based on the BLUP-IAM technique have been implemented in several countries since 1985 (Hudson and Kennedy, 1985; Van Hofstraeten and Vandepitte, 1988; Harris et al, 1989 ; Sorensen and Vernessen, 1991) . In France, a national genetic evaluation programme based on BLUP-IAM methodology is being implemented for both production and reproduction traits. The first step of this project concerns the genetic evaluation of station tested animals, ie x5 6 000 animals/yr.
The use of BLUP procedures requires knowledge of variance components in the unselected base population. In practice, these components have to be estimated from available data. The method of restricted maximum likelihood (REML; Patterson and Thompson, 1971) has been shown to be the method of choice for estimating variance components in selected populations, mainly because of its ability to account for selection bias (Gianola et al, 1986) . (Monin, 1983) and was therefore included as a fixed effect in the model for MQI instead of Y x S x B.
Computing strategies
The (co)variance components were estimated using the derivative free multiple trait restricted maximum likelihood procedure described by Groeneveld (1991 (Kovac, 1992) . The convergence criterion was determined as the fractional range from the highest to the lowest likelihood value of the vertex (Groeneveld, 1991 (Gianola, 1989 (Harville, 1977; Kennedy et al, 1988 ; Robinson, 1991 (Groeneveld et al, 1990) , or &dquo;PIGBLUP&dquo; (Brandt, 1990 (Foulley et al, 1990 (Foulley et al, , 1992 
Genetic parameters
Genetic parameters in French LW and LR breeds using data from testing stations had previously been estimated by Ollivier (1970) , Ollivier et at (1980 Ollivier et at ( , 1981 , Tibau i Font and Ollivier (1984) , Sellier et at (1985) and Cole et at (1988) . All these studies used classical estimation methods such as parent-offspring regression or Henderson's methods (Henderson, 1953 (1980, 1981) (Wyllie et al, 1979; Cameron et al, 1988) . As suggested by Cameron (1990) Nilsson, 1979; Lundeheim et al, 1980; Ollivier, 1983; Andersen and Vestergaard, 1984; Busse and Groeneveld, 1986; Merks, 1987;  Schworer et at, i987; Cole et al, 1988) . Differences between estimates may be related to variations in the frequency of the halothane gene in the populations studied (Sellier, 1988) . ABT and ECLC are more closely correlated in both breeds than in previous French studies (-0.38; Tibau i Font and Ollivier, 1984) or than the literature average (-0.65 (Ollivier, 1983; Johansson et al, 1987; Cole et al, 1988) . In contrast, the unfavourable correlation between MQI and ECLC is larger than those reported by Lundeheim et al (1980) , Johansson et 
